ABSTRACT We report the complete genome sequence of a viral pathogen detected in alfalfa samples from Sudan and provisionally named alfalfa enamovirus 2 (AEV-2). Based on high nucleotide and amino acid identities, AEV-2 represents a strain of a newly discovered alfalfa enamovirus 1 that has only been described in Argentina.
respectively. Projected ATS of AEV-2 (ORF5) is 94% identical to the tentative ATS of AEV-1 (query coverage, 100%; E value, 0.0; GenBank accession no. YP_009249825.1) and 71% identical to the ATS of PeMV-1 (query coverage, 99%; E value, 0.0; GenBank accession no. CAA70315.1).
Phylogenetic analyses based on the alignments of the predicted RdRp amino acid sequences and the complete nucleotide sequences of AEV-2 with other members of the family Luteoviridae grouped AEV-2 in the same cluster with AEV-1. Thus, we propose that AEV-2 represents a Sudanese strain of AEV-1. Although the exact origin of alfalfa enamovirus is unknown, it is likely that its evolution and dissemination into new areas are linked to the host geography. The first incidence of the virus in a different location (Sudan) suggests that it might be widespread and can also occur in Iran and southwestern Asia, the geographic origin of alfalfa (3), as well as in other alfalfa cultivation regions worldwide. Accession number(s). The complete genomic sequence of AEV-2 has been deposited in GenBank under accession number KY985463.
